Fig 1. Germline gene family use.
Starting from the left, the first column of panels shows the variable gene family use in peripheral blood, bone marrow, mucosal tissues (lung, small intestine, stomach) and lymphoid tissues (lymph node, tonsil, spleen and thymus). For easier comparison, the dashed vertical line in each panel represents the peripheral blood frequency. The second column of panels shows the variable gene use of peripheral blood and the combined variable gene family use of mucosal or lymphoid tissues. Bars indicate mean ± SEM for each group of tissue samples. The third column of panels shows the diversity gene family use in peripheral blood (grey bars), mucosal tissues (black bars) and lymphoid tissues (white bars). Bars indicate mean ± SEM for each group of tissue samples. The final column of panels shows the joining gene use. Colors are the same as the diversity gene family frequency panels. Bars indicate mean ± SEM for each group of tissue samples.
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